. The order parameter S 2 visualised on the KlcA 136 structure. Blue denotes high flexibility, whereas residues coloured yellow are the most rigid ones. Grey was used for residues for which no data were available. Figure S5 . Multiple sequence alignment of 43 non-redundant sequences of ArdB and KlcA using PROMALS3D. The secondary structure (alphahelices: red; beta-strands: yellow; 3 10 -helix: purple) from the consensus ensemble of NMR-derived structures is shown above the aligned sequences.
Highly conserved amino acid positions that are exposed are shown within a green rectangular box, while highly conserved, buried positions are highlighted within a purple box.
